Supplementary Figure 1 Heat map of expression levels of the cell cycle related genes. 37 cell cycle relevant gene expressions were analyzed for their differential expression in mouse ESC, iPSC and somatic fibroblasts. The gene expression data were downloaded from NCBI. The GEO numbers of each cell line were listed in Supplementary table 2. R-Bioconductor was used for data quantile normalization and subsequent data processing. Genes, with p-value ≤0.05, false discovery rate (FDR) ≤ 0.05 and fold-change ≥ 2 (multiple hypothesis testing method, using the standard number of 1000 permutations), were considered as differentially expressed. Unsupervised hierarchical clustering of the expression profile was performed using Classter3.0 Software.

